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Introduction 61 62
Amyloid arthropathy was first described in brown layers (Landman et al. 1994 ). Since then, uni, bi-or 63 polyarticular amyloid arthropathy, often accompanied by systemic amyloidosis, involving mainly the 64 liver and spleen, has been reported extensively in brown layers and less frequently in broiler parents 65 (Steentjes et al. 2002) . It is often an unnoticed chronic disease with important economic impact. A 66 previous study has reported that up to 13% of an affected flock were culled (Petersen et al. 2008) . M a n u s c r i p t
Materials and methods 85 86
A total of 21 strains were compared in the study (Table 1) recently been published (Petersen et al. 2008 ). Information regarding these strains has also been 92 included in Table 1 . 93
94
MLST was performed based on the scheme published at Multi Locus Sequence Typing home page, 95 using the primers and PCR conditions as described (http://efaecalis.mlst.net/). The exception was the 96 primers published for the gyd gene. It was not possible for us to generate a sequence from the PCR 97 product. Instead, a new set of primers was designed, gydFnew 5'-CAAACCATGAAACATTAACTGGA-98 3' and gydRnew 5'-AAGTTAGCGAAGTATTCTAAAGTACGA-3' with an expected amplicon size of 99 597 bp and otherwise unchanged PCR conditions. Amplification products were sequenced in both 100 directions using the PCR primers at Macrogen Inc., Seoul, Korea. The obtained sequences were 101 compared to published alleles and a ST was assigned to each strain (http://efaecalis.mlst.net/). To 102 illustrate the evolutionary relatedness of E. faecalis, a population snapshot was made of all published STs 103 using the eBURST programme available at http://efaecalis.mlst.net/. Sequences and strain information 104 have been deposited in the E. faecalis MLST database at the same web site.
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Results and discussion 106 107
Seven out of eleven strains were in this study found to be MLST type ST82 (Table 1) Animal Health Center, Deventer, Netherlands is thanked for the donation of strain 042000-03106. 162
Katrine Madsen is thanked for skilful technical assistance. 163
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